Serratia marcescens is a ubiquitous Gram-negative bacterium that is linked with emerging opportunistic infections. In this report, we describe the isolation and annotation of an S. marcescens myophage called Muldoon. Related to T4like phages, such as Serratia phage PS2, Muldoon contains 257 predicted proteincoding genes and 4 tRNA genes.
T4 (GenBank accession no. NC_000866). Unlike the T4 genome, Muldoon has no detectable introns. Phage Muldoon has its highest identity with Serratia phage PS2 (GenBank accession no. KJ025957), with 77.91% nucleotide identity and 253 similar proteins. Phage PS2 has a similarly large genome of 167,276 bp and has an identical number of tRNAs (19) .
Data availability. The genome sequence and associated data for phage Muldoon were deposited under GenBank accession no. MN095771, BioProject accession no. PRJNA222858, SRA accession no. SRR8893603, and BioSample accession no. SAMN11414488.
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